healing culture plates (#80241, Ibidi, Germany) and incubated for 24 h to allow the cells to attach. The cell separating plastic covers were removed. After 24 h of incubation the wound was photographed under a brightfield microscope. Wound healing was measured comparative to control and the bar graph shows the relative migration (wound healing) induced by anti-miR-505-5p and anti-miR-520c-3p. (B) After 48 h, protein was isolated from anti-miR transfected cells and S100A4 protein expression was analyzed using Western blot (presented here is the shortest exposure to show the clear differences), whereas β-actin served as internal control. The bar graph shows the densitometric analysis of S100A4 protein in comparison to the control.
Supplementary Figure 6: Diagrammatic representation of CpG-islands in the upstream regions of miR-520c, miR-505 and the promoter region of its host gene ATP11C. (A-C)
The Methprimer tool was used to predict CpG islands in upstream regions of miR-505, ATP11C and miR-520c. For miR-520c a reported region was analyzed, whereas for miR-505 and ATP11C the 4 kb upstream region was used for methylation analysis. Primer locations for methylation specific PCR and bisulfite sequencing are represented by arrows in red (MSP) and green (Bis-Seq). (D) The expression of miR-505-5p and ATP11C after 5-Aza (2 μM) treatment for 3 days was analyzed in SW620 and HCT116 cells using qRT-PCR.
No
Oligo Name Sequence (5′ ---3′) 1 S100A4_UTR_For 5′ CCCTCGAGCTTCCCAGATAAGCAGCCCA 3′ 2 S100A4_UTR_Rev 5′ CCGTCGACCTTCCAAGAATCTTTATTGAAC 3′ Clinico-pathological features of the 59 CRC patients. pT = Pathologic tumor classification. pN = Pathologic lymph node status.
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